SEQUEN' 



;110> Walke, D. Wade 

Wilganowski, Nathaniel L. 

Donoho, Gregory 

Turner, C. Alexander Jr. 




RECEIVED 

J UN 2 4 7m 
TECH CENTER 1600:2900 



<12Ct> Novel Human Proteases and Polynucleotides Encoding the Same 

<130> LEX-0114-USA 

<15u> US 60/174, 686 
<151> 2000-01-06 

< 1 6 L' > 7 

<170> FastSEQ for Windows Version 4.0 



^10> 1 

^11> 654 

J12> DNA 

]13> Homo sapien 



<400> 1 
atgtggacag 
ataaaaat ta 
attgcacttt 
c tacc tt ttg 
ggaagaacaa 
att tctcgag 
ttt tgtgcag 
tt.aatgtgct 
catggctgtg 
tc^gc tgacag 
cgtggccaga 



210> 2 
21 1> 217 
2 12> PRT 



ctgtgattgg 
aagcaatcat 
ttcacttaaa 
atgttttcca 
aagaagaagg 
agatgtgtaa 
gtgatgaaga 
act taccaga 
gtcgaagagg 
agcat t tctt 
tec tcatagc 



aactaataat 
tattcatcca 
aaaagcagtg 
aatcctggac 
taacgc taca 
ttctgagagg 
tggagct ttt 
ata taaaaga 
tt t tcctggt 
ccatgcaagc 
tttatgtttt 



ataca tggac 
aacttcattt 
aggtataatg 
ggaaacacaa 
aatattttac 
agttatgggg 
gatacttgca 
ttttttgtaa 
gtctatat tg 
ac tcaaggca 
gtcatc t tac 



gc tatcc tea 
tggaatctta 
actatattca 
agtgt t t tat 
aagatgcaga 
gaataattcc 
ggggtgacag 
tgggaat tac 
ggccatcc t t 
tacttactat 
tagcaacaac 



taccaagaag 
tgtaaatgat 
gcctatttgc 
aagtggctgg 
agtgcat tat 
taacac ttca 
tgggggacca 
cagttacgga 
ctaccaaaag 
aaatat 1 1 ta 
ataa 



i: 

1> 
2 
3 n 0 

3 6 
42 

4 y 

5 4 

6 0 
65 



Met Trp Thr Ala Val lie Gly Thr Asn Asn lie 

1 5 10 

His Thr 2ys Lys lie Lys lie Lys Ala lie lie 



His Gly Arg Tyr Pro 

15 

lie His Pro Asn Phe 



100 105 110 

Gly Gly lie lie Pro Asn Thr Ser Phe Cys Ala Gly Asp Glu Asp Gly 

115 12 0 125 

Ala Phe Asp Thr Cys Arg Gly Asp Ser i^ly Gly Pro Leu Met Cys Tyr 

1 3 J 13 5 14 0 

Leu Pro Glu Tyr Lys Arg Phe Phe Val Met Gly lie Thr Ser Tyr Gly 
14 5 150 155 160 

}lis Gly i:ys Gly Arg Arg Gly Phe Pro Gly Val Tyr lie Gly Pro Ser 

165 170 175 

Phe Tyr Gin Lys Trp Leu Thr Glu His Phe Phe His Ala Ser Thr Gin 

ISO 185 190 

Gly lie Leu Thr lie Asn lie Leu Arg Gly Gin lie Leu lie Ala Leu 

195 20 0 205 

Cys Phe Val lie Leu Leu Ala Thr Thr 
210 215 



^21 0> 3 

<211> 1047 

<212> DNA 

<213> Homo sapien 



<4 0 0> 3 

atgcggctgg ggctcctgag cgtggcgytg ttgtttgtgg ggagctctca cttayactca 60 

gaccactact cgccctctgg aaggcacagg ctcggcccct cgccggaacc ggcggctagt 120 

tcccagcagg ctgaggccgt ccgcaagagg ctccggcggc ggagggaggg aggggcgcat 180 

goaaaggatt gtggaacagc accgcttaag gatgtgttgc aagggtctcg gattataggg 2-10 

ggcaccgaag cacaagctgg cgcatggccg tgggtggtga gcctgcagat taaatatggc 3'JO 

(jgtgttcttg ttcatgtatg tgggggaacc ctagtgagag agaggtgggt cctcacagct 300 

gcccactgca ctaaagacrc tagcgatcct ttaatgtgga cagctgtgat tggaactaat 420 

aatatacatg gacgctatcc tcataccaag aagataaaaa ttaaagcaat cattattcat 4oL' 

ccaaacttca ttttggaatc ttatgtaaat gatattgcac tttttcactt aaaaaaagca 540 

gtgaggtata atgactatat tcagcctatt tgcctacctt ttgatgtttt ccaaatcctg 600 

gacggaaaca caaagtgttt tataagtggc tggggaagaa caaaagaaga aggtaacgct 600 

acaaatattt tacaagatgc agaagtgcat tatatttctc gagagatgtg taattctgag 720 

aggagttatg ggggaataat tcctaacact tcattttgtg caggtgatga agatggagct 7oO 

tttgatactt gcaggggtga cagtggggga ccattaatgt gctacttacc agaatataaa 84'.' 

agattttttg taatgggaat taccagttac ggacatggct gtggtcgaag aggttttcct 9"i0 

qgtgtctata ttgggctratc cttctaccaa aagtggctga cagagcattt cttccatgca 96 j 

aacact ■::aag gcatacttac tataaatatt 1. 1 a ::g *: qgcc oga tec teat aqctttatgt 10 JO 

• . 1 1 g t c a I c t a c" t a g c a a c a cj c a t a a 1 ■■■ ^1 - 



^ 1 * 3 4 o 
-:2 12> PRT 
<213> Hom^D sapien 



4 00^ 4 



.ou :q:e . a ^ 



.S e r S o r 



6 5 

Gly Thr Glu 

lie Lys Tyr 

Arg Glu Arg 
115 

Asp Pro Leu 

130 

Arg Tyr Pro 
:.45 

Pro Asn Phe 

Leu J//S Lys 

Pro Phe Asp 
195 

Ser Gly Trp 
2 1 0 

Gin Asp Ala 

225 

Arg Ser Tyr 

Glu Asp Gly 

Met Gys Tyr 

27 5 

Ser l':,^r Gly 
290 

Gly Pro Ser 
3 0 5 

Ser Thr Gin 

He Ala Leu 



Ala 

Gly 
1 0 0 
Trp 

Met 

His 

He 

Ala 
18 0 
Val 



7 0 

Gin Ala 
85 

Arg Val 

Val Leu 

Trp Thr 

Thr Lys 
150 
Leu G'lu 
165 

Val Aig 
Phe Gin 



Gly Arg Thr 
Glu 
Gly 



Val His 
22 0 



Ala 
260 
Leu 



Gly He 
245 

Phe Asp 
Pro Glu 



His Gly Cj^s 
Phe 
Gly 



Tyr Gin 
310 



Gly Ala 

Leu Val 

Thr Ala 
120 

Ala Val 
135 

L^_^'s lie 

Ser Tyr 

Tyr Asn 

lie Leu 
200 
Lys Glu 
215 

Tyr He 

He Pro 

Thr Cys 

Tyr Lys 
280 
Gly Arg 
295 

Lys Trp 



He Leu 
325 



Cys 
34 0 



Thr He 
Phe Val He Leu 



Trp Pro 
90 

His Val 

105 

Ala His 

He Gly 

Lys He 

Val Asn 
17 0 
Asp Tyr 
135 

Asp Gly 

Glu Gly 

Ser Arg 

Asn Thr 
25 0 
Arg Glj' 
265 

Arg Phe 

Arg Gly 

Leu Thr 

Asn He 
33 0 
Leu Ala 
345 



75 

Trp Val 

Cys Gly 

Cys Thr 

Thr Asn 
140 
Lys Ala 
155 

Asp He 

He Gin 

Asn Thr 

Asn Ala 
220 
Glu Met 
235 

Ser Phe 

Asp Ser 

Phe Val 

Phe Pro 
3 00 
Glu His 
315 

Leu Arg 
Thr Thr 



Val Ser 

Gly Thr 
110 
Lys Asp 
125 

Asn He 

He He 

Ala Leu 

Pro He 
190 
Lys Cys 
205 

Thr Asn 

Cys Asn 

Cys Ala 

Gly Gly 
270 
Met Gly 
235 

Gly Val 
Phe Phe 
Gly Gin 



80 

Leu Gin 
95 

Leu Val 

Ala Ser 

His Gly 

He His 
160 
Phe His 
175 

Cys Leu 

Phe He 

He Leu 

Ser Glu 
240 
Gly Asp 
255 

Pro Leu 

He Thr 

Tyr He 

His Ala 
320 
He Leu 
335 



-210> 5 

<2H> 867 

2 H ■ DNA 

■:2 13 ' HoiTi^: 



) s a o 1 e n 



.:i gc. iaaa^ :.. g g^iaaijcig ..iccj'j \. ^lag gc. ^. jLa^^ac aaggg;,ctcg g^ttataggg 

ggcac^jgaag cacaagctgg cgcatggccg tgggtggtga gcctg'ragat taaatatggc 

cgcgttcttg ttcatgtatg tgggggaacc ctagtgagag agaggtgggt cctcacagct 

gcccactgca ctaaagacrc tagcgatcct ttaatgtgga cagctgtgat tggaactaat 

a^zaz.^ca*:.g gac^gctatcc tcataccaag aagataaaaa t^aaacjcaat cat tat teat 

-caaact:.ca 1 1 1 t.ggaa t'l' tta^.gtaaat. galattgcac 1 1. 1: 1 1 cac 1 1 aaaaaaagjca 

a aaaa^. ri": a a r af t r r a ^" ri ^ r: r r * a ^ ^ ^ nrr^^ .^nr*- * ^ ^- f:a' n'- ^- ' ^ <" a a a *■ ' 



12 0 
130 
24 0 



tttgtcatct tactagcaac aacataa 



<210> 6 

<211> 288 

<212> PRT 

<213> Homo sapien 

<400> 6 

Met Gin Asn Cys Gly Thr Ala Pro Leu Lys Asp Val Leu Gin Gly Ser 

I 5 10 15 

Arg He He Gly Gly Thr Glu Ala Gin Ala Gly Ala Trp Pro Trp Val 

20 25 30 

Val Ser Leu Gin He Lys Tyr Gly Arg Val Leu Val His Val Cys Gly 

35 40 45 

Gly Thr Leu Val Arg Glu Arg Trp Val Leu Thr Ala Ala His Cys Thr 

5 0 5 5 6 0 

L:,'s Asp Ala Ser Asp Pro Leu Met Trp Thr Ala Val He Gly Thr Asn 
6 5 7 0 7 5 8 0 

Asn He His Gly Arg Tyr Pro His Thr Lys Lys He Lys He Lys Ala 

3 5 9 Ci 9 5 

He He He His Pro Asn Phe He Leu Glu Ser Tyr Val Asn Asp He 

10 0 10 5 110 

Ala Leu Phe His Leu Lys Lys Ala Val Arg Tyr Asn Asp Tyr He Gin 

115 120 125 

Pro He Cys Leu Pro Phe Asp Val Phe Gin He Leu Asp Gly Asn Thr 

13 0 135 140 

L:,^s Cys Phe He Ser Gly Trp Gly Arg Thr L^^'s Glu Glu Gly Asn Ala 
14 5 15 0 1^5 160 

Thr Asn He Leu Gin Asp Ala Glu Val His T^'r He Ser Arg Glu Met 

165 170 175 

Cys Asn Ser Glu Arg Ser Tyr Gly Gly He He Pro Asn Thr Ser Phe 

18 0 18 5 19 0 

C:;^s Ala Gly Asp Glu Asp Gly Ala Phe Asp Thr Cys Arg Gly Asp Ser 

195 200 205 

Gly Gly Pro Leu Met Cys Tyr Leu Pro Glu T^^^r Lys Arg Phe Phe Val 

210 215 220 

Met Gly He Thr Ser Tyr Gly His Gly Cys Gly Arg Arg Gly Phe Pro 
22 5 23 0 235 240 

rUy Wal Tyr He Gly Pro S e r ? li e Ty r G In Lys T r n L e u T h r G 1 u Hi s 

245 250 255 

P:ie Phe }^ l s Ala Ser Thr Gin Gly He Leu Thr lie Asn He Lou Aru 

27 5 280 285 

<210- 7 
1 1 ■> 12 8 6 
: 1 2 > DNA 

1 3 Horr.o san i en 



caccgct taa 
gcgca tggcc 
gtgggggaac 
ctagcgatcc 
ctcataccaa 
c t tatgtaaa 
t tcagcc tat 
t ta taag tgg 
cagaagtgca 
t tec taacac 
acagtggggg 
t taccag t ta 
cct tctacca 
c tataaatat 
caacataaag 
t tc tatataa 
tgtgaacat t 



ggatgtgt tg 
gtgggtggtg 
cc tag tgaga 
1 1 taa tgtgg 
gaaga taaaa 
tgatattgca 
t tgcc tacc t 
c tggggaaga 
t tatatt tc t 
ttcattttgt 
accat taa tg 
cggacatggc 
aaagtggc tg 
t ttacgtggc 
aaattctgaa 
t gaacatca t 
ttatgggcta 



caagggtctc 
agcc tgcaga 
gagaggtggg 
acagc tgtga 
a t taaagcaa 

tttgatgttt 
acaaaagaag 
cgagagatgt 
gcagg tgatg 
tgc tac t tac 
tgtggtcgaa 
acagagca 1 1 
cagatcctca 
ggc tt tcata 
ttattcttct 
taaa ta 



ggattatagg 
t taaatatgg 
tcctcacagc 
1 1 ggaac taa 
teat tattca 
taaaaaaagc 
tccaaatcc t 
aaggtaacgc 
g taattctga 
aaga tggagc 
cagaatataa 
gagg 1 1 1 tec 
tc t teca tgc 
tagct ttatg 
tetttatttt 
agcaattaat 



gggcaecgaa 
ccgtgt tet t 
tgcceac tgc 
taa ta taca t 
tccaaac ttc 
ag tgagg ta t 
ggacggaaac 
tacaaatat t 
gaggagttat 
1 1 1 tgatac t 
aagat 1 1 1 1 1 
tgg tg te tat 
aageac tcaa 
t tttgtcatc 
gcattgtgte 
tgcc taca 1 1 



geacaagc tg 
gt tcatgtat 
actaaagacg 
ggacgc ta tc 
at tt tggaat 
aa tgac ta ta 
acaaag tg t t 
ttacaagatg 

gggggaataa 

tgeaggggtg 
gtaa tgggaa 
a t tgggccat 
ggea tac t ta 
ttae tagcaa 
ccttte tatg 
agagat ttea 



3 60 

4 2 ' 
4 o ' 



lo:: 

1 M c- 
1 ] 4 
12 
1^60 
1286 



